
WHAT IS CLAIMED IS : 

1 . An isolated or recombinant polypeptide comprising an 
extracellular domain sequence, wherein said extracellular domain sequence has at least 
about 75% amino acid sequence identity to an extracellular domain sequence of at least 
5 one of SEQ ID NOS:48-68,l 174-221, 283-285, and 290-293, and is not a naturally- 
occurring extracellular domain sequence, and wherein said polypeptide has a 
CD28/CTLA-4 binding affirlity ratio equal to or greater than the CD28/CTLA-4 binding 
affinity ratio of human B7-1 J 

10 2. The isolated or recombinant polypeptide of claim 1, wherein said 

extracellular domain sequencahas at least about 90% sequence identity to an 
extracellular domain sequence\)f at least one of SEQ ID NOS:48-68, 174-221, 283-285, 
and 290-293. 

15 3. The isolated or recombinant polypeptide of claim 1, which 

polypeptide comprises an extraceBular domain sequence of any one of SEQ ID NOS:48- 
68, 174-182, 184-221,283-285^*^90-293. 

4. The isiJaj^d-fcr recombinant polypeptide of claim 1, which 
20 polypeptide comprises an amino acifl sequence of any one of SEQ ID NOS:48-68, 174- 

221, 283-285, and 290-293. 

5. The isolated or Acombinant polypeptide of claim 1, wherein the 
polypeptide has a CD28/CTLA-4 binding affinity ratio greater than the CD28/CTLA-4 

25 binding affinity ratio of human B7-1. 

6. The isolated or recombinant polypeptide of claim 1, wherein the 
polypeptide has either a same binding affinity or an enhanced binding affinity for CD28 
as compared to a binding affinity of a wijd type co-stimulatory molecule for CD28. 

30 
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7. The isolated or recombinant polypeptide of claim 1, wherein the 
polypeptide has a decreased or a lowered binding affinity for CTLA-4 as compared to a 
binding affinity of a wild type co\timulatory molecule for CTLA-4. 



8. 



The isolatedW recombinant polypeptide of claim 1, wherein the 
polypeptide induces T-cell proliferation or T-cell activation or both T-cell proliferation 



and T-cell activation. 



9. The isolated or recombinant polypeptide of claim 1, wherein the 
10 polypeptide induces T-cell proliferation. 

10. The isolated on recombinant polypeptide of claim 1, wherein the 
polypeptide induces a T-cell proliferative response equal to or greater than that of human 
B7-L 

15 

11. The isolated or recombinant polypeptide of claim 1, wherein the 
polypeptide modulates T-cell activation,\but_does not induce proliferation of purified T- 
cells activated by soluble anti-CD3 

20 12. The isolated or recombinant polypeptide of claim 5, which 

polypeptide comprises an extracelMardomain sequence of any one of SEQ ID NOS:48- 
68 and 174-209. 



13. The isolated or recombinant polypeptide of claim 1, which 
25 polypeptide comprises an extracellular domain sequence encoded by a coding 

polynucleotide sequence, the coding polynucleotide sequence selected from the group of: 

(a) an extracellular domain cod\ng sequence of a polynucleotide sequence 
selected from any of SEQ ID NOS:l-21 and 95-142; 

(b) an polynucleotide sequence that encodes the extracellular domain of a 
30 polypeptide selected from any of SEQ ID NOS: |8-68, 174-221, 283-285, and 290-293; 

and 
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(c) a polynucleotide sequence which hybridizes under stringent conditions 
over substantially the entire length of a polynucleotide sequence (a) or (b). 

14. An isolated or recombinant polypeptide, which polypeptide 
5 comprises a non-naturally-occuriing amino acid sequence encoded by a nucleic acid 
comprising a polynucleotide sequence selected from the group of: 

(a) a polynucleotide sequence selected from SEQ ID NOS:l-21 and 95- 
142, or a complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequence encoding a polypeptide selected from SEQ 
10 ID NOS:48-68, 174-221, 283-285, |and 290-293, or a complementary polynucleotide 

sequence thereof; 

(c) a polynucleotide kequence which hybridizes under highly stringent 
conditions over substantially the entire length of polynucleotide sequence (a) or (b); 

(d) a polynucleotide sequence comprising all or a fragment of (a), (b), or 
15 (c), wherein the fragment encodes a polypeptide having a CD28/CTLA-4 binding affinity 

ratio equal to or greater than the CD28/CTLA-4 binding affinity ratio of human B7-1; 

(e) a polynucleptitle sequence encoding a polypeptide, the polypeptide 
comprising an amino acid sequence wlhich/is substantially identical over at least about 
150 contiguous amino acid residies of\any ohe.of SEQ ID NOS:48-68, 174-221, 283- 

20 285, and 290-293; and ^ 

(f) a polynucleotide sequence encoding a polypeptide that has a 
CD28/CTLA-4 binding affinity ratio eqdal to or greater than the CD28/CTLA-4 binding 
affinity ratio of human B7-1, which polynucleotide sequence has at least about 70% 
identity to at least one polynucleotide sequence of (a), (b), (c), or (d). 



25 



15. The isolated or recombinant polypeptide of claim 14, the 
polypeptide comprising an amino acid sequence of any one of SEQ ID NOS:48-68, 174- 
221,283-285, and 290-293. I 
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16. The isolated or recombinant polypeptide of claim 14, wherein the 



polypeptide has a CD28/CTLA- 



binding affinity ratio equal to or greater than the 



CD28/CTLA-4 binding affinity i atio of human B7-1. 

17. The isolated or recombinant polypeptide of claim 14, wherein the 
polypeptide induces T-cell proliferation. 
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18. The isolatedpr recombinant polypeptide of claim 14, wherein the 
polypeptide induces a T-cell proliferative response equal to or greater than that of human 
B7-1. 



19. An isolated or Recombinant polypeptide comprising a sequence 
according to the formula: 

MGHTM-X6-W-X8-SLPPK-X14-PCL-X18-X19-X20-QLLVLT-X27- 
15 LFYFCSGITPKSVTKRVKETVMLSCDY-X55-TSTE-X60-LTSLRIYW-X69- 

KDSKMVLAILPGKVQVWPEYKNRTITDMNDN-X101-RIVI-X106-ALR-X110-^ 
X 1 1 3-GTYTC V-X 1 20-QKP-X 1 24-ufc^KLEHL-X 1 3 5-S VRLMIRADFPVP-X 149- 
X150-X151-DLGNPSPNIRRLIc/xik 
WLENGEELNATNTT-X192-S<fi^ 
20 SI-X2 1 8-CLIKYGEL-X227-VSQWI^J^KQEPPIDQLPF-X249- VIIPVSGALVL- 
X261-A-X263-VLY-X267-X268-ACRHlx273-ARWKRTRRNEETVGTE 
RLSPIYLGSAQSSG (SEQ ID NO:284), \r a subsequence thereof comprising the 
extracellular domain, wherein 

position X6 is Lys or Glu; position X8 is Arg or Gly; position X14 is Arg 
25 or Cys; position X18 is Tip or Arg; positionlX19 is Pro or Leu; position X20 is Ser or 
Pro; position X27 is Asp or Gly; position X&> is Asn or Ser; position X60 is Glu or Lys; 
position X69 is Gin or Arg; position X101 isIPro or Leu; position X106 is Leu or Gin; 
position XI 10 is Pro or Leu; position XI 13 i&Lys or Ser; position X120 is Val or He; 
position X124 is Val or Asp; position X135 isyThr or Ala; position X149 is Thr, Ser, or 
30 del; position X150 is He or del; position X151js Asn or Thr; position X167 is Thr or del; 
position X169 is Ser or del; position X169 is dty or del; position X177 is Cys or Tyr; 
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position X192 is Val or Leu; position X197 is Gly or Glu; position X199 is GIu or Lys; 
position X208 is Gly or Asp; position X215 is His or Arg; position X218 is Ala or Val; 
position X227 is Ser or Leu; position X249 is Trp, Leu, or Arg; position X261 is Ala or 
Thr; position X263 is Val, Ala, or He; position X267 is Arg or Cys; position X268 is Pro 
or Leu; and position X273 is Gly ol Val. 
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20. The isolated oi recombinant polypeptide of claim 19, which 
polypeptide comprises an extracellular domain sequence of any one of SEQ ID NOS:51- 
56, 58, 61, 66, 67, 174-179, 181, 185-187, 189, 192-194, 197, 199, 202, 205, 208, 215, 
217, 220, and 285. 



15 
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21. The isolated or recombinant polypeptide of claim 19, wherein the 
polypeptide has a CD28/CTLA-4 binding affinity ratio equal to or greater than the 
CD28/CTLA-4 binding affinity ratio of fluman B7-1. 

22. The isolated or recbmbinant polypeptide of claim 19, wherein the 
polypeptide induces T-cell proliferation. 



inant polypeptide of claim 19, wherein the 
esponse equal to or greater than that of human 




23. The isolated dfl r< 
polypeptide induces a T-cell proliferative 
B7-1. 



24. 



three 



at 



The isolated or recc mbinant polypeptide of claim 19, comprising 
w ™ or more of: Lys at position X6; Arg at position X8; Arg at position X14; Trp at 
25 position X18; Pro at position X19; Ser at position X20; Asp at position X27; Asn at 
position X55; Leu at position X106; Pro al position XI 10; Lys at position XI 13; Val 
position X120; Val at position XI 24; Thr It position XI 35; Asn at position X151; Cys 
at position X177; Val at position X192; Gw at position XI 97; Glu at position X 199; 
Gly at position X208; His at position X2 151 Ala at position X2 18; Trp at position 
X249; Ala at position X261; Val at positiofi X263; Arg at position X267; Pro i 
position X268; and Gly at position X273. J 



)at 
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25. The isolated or recombinant polypeptide of claim 24, comprising 
three or more of: Arg at position 2^5; Arg at position X 14; Trp at position XI 8; Pro at 
position X19; Ser at position X20; Pro at position XI 10; Val at position X120; Val at 
position X124; Cys at position XI 77; Val at position X192; Gly at position X197; Glu 
at position X199; Gly at position X208; His at position X215; Ala at position X2 18; 
Trp at position X249; Ala at position yC261; and Val at position X263. 



26. The isolated or recombinant polypeptide of claim 25, comprising 
10 the extracellular domain sequence of SEQ ID NO:66 or SEQ ID NO:285. 



27. The isolated or 
the sequence SEQ ID NO:66 or SEQ ID 



recombinant polypeptide of claim 25, comprising 
NO:285. 



15 28. An isolated or recombinant polypeptide comprising a subsequence 

of an amino acid sequence set forth in anl of SEQ ID NOS:48-68, 174-182, 184-221, 
283-285, and 290-293, wherein the sjibSecjuSnce is the extracellular domain of said amino 
acid sequence. 



20 29. The isolate^ 

comprising a signal sequence. 



or recombinant polypeptide of claim 1, 14, 19, or 28, 

A 
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30. The polypeptide of claim 1, 14, 19, or 28, wherein the signal 
sequence is selected from the signal sequence set forth in any of SEQ ID NOS:48-68, 
174-221, 283-285, and 290-293. 



31. The polypeptide of claim 1, 14, 19, or 28, comprising a 
asmic 



transmembrane domain sequence or a cytoplaj 
transmembrane domain sequence or the cytopl 



ic domain sequence selected from the 
ismic domain sequence set forth in any of 



30 SEQ ID NOS:48-68, 174-221, 283-285, and 2S0-293 
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32. The polypeptide of claim 1, 14, 19, or 28 comprising a soluble 
extracellular domain of a NCSM ok a fragment or subsequence thereof. 



33. The polypeptide of claim 1, 14, 19, or 28, wherein the polypeptide 
5 comprises a fusion protein comprisirlg at least one additional amino acid sequence. 

34. The polypeptide of claim 33, wherein the at least one additional 



amino acid sequence comprises an Ig 



polypeptide. 



10 35. The polypeptic^e 

human IgG polypeptide comprising afi 



of claim 34, wherein the Ig polypeptide is a 
Fc hinge, a CH2 domain, and a CH3 domain. 



36. The polypeptide of claim 1, 14, 19, or 28, comprising a 



15 



polypeptide purification subsequence. 



37. The poly] 



)ly/eptide or*N ; 



aim 36, wherein the polypeptide purification 
subsequence is selected from: a|i epitope tag, a) FLAG tag, a polyhistidine sequence, and 
a GST fusion. 

20 38. The polypeptide i)f claim 1, 14, 19, or 28, comprising a modified 

amino acid. 

39. The polypeptide o f claim 38, wherein the modified amino acid is 
selected from: a glycosylated amino acid, a PEGylated amino acid, a farnesylated amino 
25 acid, an acetylated amino acid, a biotinylated amino acid, an amino acid conjugated to a 
lipid moiety, and an amino acid conjugated to an organic derivatizing agent. 
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40. A composition comprising at least one polypeptide of claim 38 and 
a pharmaceutically acceptable excipient. 
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41 . A composition comprising at least one polypeptide of claim 1, 14, 
19, or 28, and a pharmaceutical!^ acceptable excipient. 

42. A composition comprising: 

an isolated or recombinant NCSM polypeptide comprising the amino acid 
sequence SEQ ED NOS:48-68, 174-221, 283-285, 290-293, or a costimulatory fragment 
thereof, wherein said costimulatory fragment has a CD28/CTLA-4 binding affinity ratio 
equal to or greater than the CD28/CTLA-4 binding affinity ratio of human B7-1, and 

a carrier. 



43. An isolated or recombinant nucleic acid comprising a 
polynucleotide sequence selected froml 

(a) a polynucleotide sequence selected from SEQ ID NOS:l-21 and 95- 
142, or a complementary polynucleotide sequence thereof; 
15 (b) a polynucleotide sequence encoding a polypeptide selected from SEQ 

ID NOS:48-68, 174-221, 283-285, and^2Sj6^93, or a complementary polynucleotide 
sequence thereof; 

(c) a polynucleotide sjbquenie which hybridizes under highly stringent 
conditions over substantially the entlre^€ngth of polynucleotide sequence (a) or (b); and 
20 (d) a polynucleotide sequence comprising all or a fragment of (a), (b), or 

(c), wherein the fragment encodes a polypeptide having a CD28/CTLA-4 binding affinity 
ratio equal to or greater than the CD28/CTLA-4 binding affinity ratio of human B7-1. 

44. An isolated or recombinant nucleic acid comprising a 

25 polynucleotide sequence encoding a polypeptide, wherein the encoded polypeptide 

comprises an amino acid sequence which is (amubstantially identical over at least about 
150 contiguous amino acid residues of any one i>f SEQ ID NOS:48-68, 174-221, 283- 
285, and 290-293 and (b) is a non naturally-occi rring sequence. 
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45. The nucteic acid of claim 44, wherein the encoded polypeptide is 
substantially identical over at least about 175 contiguous amino acid residues of any one 
of SEQ ID NOS:48-68, 174-2211 283-285, and 290-293. 

5 46. An isolated or recombinant nucleic acid comprising a nucleotide 

sequence coding for a polypeptide! comprising the amino acid sequence set forth in any of 
SEQ ID NOS:48-68, 174-221, 28^-285, and 290-293, or a subsequence thereof, wherein 
the subsequence comprises at least one of: the signal sequence of said polypeptide, the 
extracellular domain of said polypeptide, the transmembrane domain of said polypeptide, 
10 and the cytoplasmic domain of said polypeptide, and wherein the amino acid sequence or 
subsequence is a non naturally-occurring sequence. 

47. The nucleic acid of claim 43, 44, or 46, wherein the polypeptide 
has a CD28/CTLA-4 binding affinityVatio equal to or greater than the CD28/CTLA-4 
1 5 binding affinity ratio of human B7- 1 . 




48. The nucleje^acid ©f olaim 43, 44, or 46, wherein the polypeptide 

has either a same binding affinity or an enhanced binding affinity for CD28 as compared 

to a binding affinity of a wild type c^-stlmulatory molecule for CD28. 

✓ \ 

49. The nucleic acid of claim 43, 44, or 46, wherein the encoded 
polypeptide has a decreased or a lowered binding affinity for CTLA-4 as compared to a 
binding affinity of a wild type co-stimulatory molecule for CTLA-4. 



25 50. The nucleic acid of claim 43, 44, or 46, wherein the encoded 

polypeptide induces T-cell proliferation or T-iell activation or both T-cell proliferation 
and T-cell activation. 

51. The nucleic acid of claimU3, 44, or 46, wherein the encoded 
30 polypeptide modulates T-cell activation, but does not induce proliferation of purified T- 
cells activated by soluble anti-CD3 mAbs. 
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52. The nucleicWid of claim 43, 44, or 46, wherein the nucleic acid 
encodes a fusion protein comprising at least one additional amino acid sequence. 

5 53. The nucleic acid of claim 52, wherein the at least one additional 

amino acid sequence comprises an it polypeptide. 



\ 
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54. The nucleic aciti of claim 53, wherein the Ig polypeptide is a 
human IgG polypeptide comprising an\Fc hinge, a CH2 domain, and a CH3 domain. 

55. The nucleic acidlof claim 43, 44, or 46, wherein the encoded 
polypeptide comprises a signal sequence. 



56. The nucleic acid of claim 43, 44, or 46, wherein the encoded 
15 polypeptide comprises a precursor peptide. 

57. The nucleic a£id of olaifn 43, 44, or 46, wherein the encoded 
polypeptide comprises an epitope tag /sequence. 



20 



58. A cell comprising the nucleic acid of claim 43, 44, or 46. 



25 



59. The cell of claim 58, wherein the cell expresses a polypeptide 
encoded by the nucleic acid. 

60. A vector comprising the nucleic acid of claim 43, 44, or 46. 

61. The vector of claim 60, wherein the vector comprises a plasmid, a 
cosmid, a phage, a virus, or a fragment of a vials. 



62. The vector of claim 60, w 



30 



herein the vector is an expression vector. 
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63. The explosion vector of claim 62, wherein the nucleic acid is 
operably linked to a promoter. 

64. The expression vector of claim 62, further comprising a 
5 polynucleotide sequence encoding pn antigen. 

65. The expression vector of claim 64, wherein the antigen is a cancer 

antigen. 

10 66. The expression vector of claim 64, wherein the nucleic acid is 

operably linked to first promoter and the polynucleotide sequence encoding the antigen is 
operably linked to a second promoter. 

67. The expression Rector of claim 65, wherein the cancer antigen is 

15 EpCam/KSA. 

68. The expression vector oTh&jaim 67, wherein the expression vector 
comprises the vector shown in Figure \ 

20 69. A host cell comprising the vector of claim 60. 

70. A composition comprising the nucleic acid of claim 43, 44, or 46 
and an excipient. 

25 71. The composition of cpim 70, wherein the excipient is a 

pharmaceutically acceptable excipient. 

72. A composition of matter comprising at least one nucleic acid of 
claim 43, 44, or 46. 

30 
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73. The composition of claim 72, wherein the composition comprises a 
library comprising at least about 2, 5, 10, 50 or more nucleic acids. 

74. A composition produced by cleaving at least one nucleic acid of 
5 claim 43, 44, or 46. 

75. The composition\of claim 74, wherein the cleaving comprises 
mechanical, chemical, or enzymatic cleaVage. 

10 76. The composition onclaim 75, wherein the enzymatic cleavage 

comprises cleavage with a restriction endoiiuclease, an RNAse, or a DNAse. 



77. A composition produced by a process comprising incubating at 
least one nucleic acid of claim 43, 44, or 46 ^n the presence of deoxyribonucleotide 
15 triphosphates and a nucleic acid polymerase 




78. The composition 
is a thermostable polymerase. 



20 79. An isolated or 

polypeptide that has a CD28/CTLA-4 binding 
CD28/CTLA-4 binding affinity ratio of human 



of claim 77 > wmerein the nucleic acid polymerase 




nucleic acid encoding a 
iffinity ratio equal to or greater than the 
7-1, produced by mutating or 



recombining at least one nucleic acid of claim 4B, 44, or 46. 



25 80. An isolated or recombinant polypeptide comprising a sequence 

having at least about 95% identity to at least about one of SEQ ID NOS:69-92, 222-252, 
286-289, or a subsequence thereof comprising thb extracellular domain, wherein said 
sequence (a) is a non naturally-occurring sequence, and (b) comprises at least one of: 
Gly at position 2; Thr at position 4t Arg at position 5; Gly at position 8; 

30 Pro at position 12; Met at position 25; Cys at position 27; Pro at position 29; Leu at 

position 31; Arg at position 40; Leu at position 52;lHis at position 65; Ser at position 78; 
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Asp at position 80; Tyr at position 87; Lys at position 120; Asp at position 122; Lys at 
position 129; Met at position 135; Phe at position 150; He at position 160; Ala at position 
164; His at position 172; Phe at position 174; Leu at position 176; Asn at position 178; 
Asn at position 186; Glu at position 194; Gly at position 196; Thr at position 199; Ala at 
5 position 210; His at position 212; Arg at position 219; Pro at position 234; Asn at 

position 241; Leu at position 244; iV at position 250; Ala at position 254; Tyr at position 
265; Arg at position 266; Glu at position 273; Lys at position 275; Ser at position 276; an 
amino acid deletion at position 276; or Thr at position 279, wherein the position number 
corresponds to that of the human B7-l\amino acid sequence (SEQ ID NO:278), 
10 wherein said polypeptide has a CTLA-4/CD28BP binding affinity ratio 

equal to or greater than the CTLA-4/CD28BP binding affinity ratio of human B7-1. 

81. The isolated or recombinant polypeptide of claim 80, wherein said 
polypeptide comprises a sequence having^aHeast about 98% identity to at least one of 
15 SEQ ID NOS:69-92, 222-252, 286^9, br a subsequence thereof comprising the 
extracellular domain, said sequence /omlrisrt^g at least one of: 

Gly at position 2; Th^ at positio^i; Arg at position 5; Gly at position 8; 
Pro at position 12; Met at position 25;tTyfat position 27; Pro at position 29; Leu at 
position 31; Arg at position 40; Leu at position 52; His at position 65; Ser at position 78; 
20 Asp at position 80; Tyr at position 87; Lys at position 120; Asp at position 122; Lys at 
position 129; Met at position 135; Phe at position 150; lie at position 160; Ala at position 
164; His at position 172; Phe at position 174; Leu at position 176; Asn at position 178; 
Asn at position 186; Glu at position 194; G\\ at position 196; Thr at position 199; Ala at 
position 210; His at position 212; Arg at position 219; Pro at position 234; Asn at 
25 position 241; Leu at position 244; Thr at position 250; Ala at position 254; Tyr at position 
265; Arg at position 266; Glu at position 273^ Lys at position 275; Ser at position 276; an 
amino acid deletion at position 276; and Thr i t position 279, wherein the position number 



corresponds to that of the human B7-1 amino 



acid sequence (SEQ ID NO:278). 
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82. The isolated or recombinant polypeptide of claim 80, wherein said 
polypeptide comprises a sequence having at least about 98% identity to at least one of 
SEQ ID NOS:69-92, 222-252, ancfl286-289, said sequence comprising at least one of : 

Gly at position 2; Gw at position 8; Cys at position 27; His at position 65; 
Asp at position 80; Asp at position 122; Met at position 135; Phe at position 150; Ala at 
position 164; Phe at position 174; Asn at position 186; Glu at position 194; Arg at 
position 219; Thr at position 250; Arg at position 266; Lys at position 275; and Ser at 
position 276, wherein the amino acid position numbers correspond to that of the human 
B7-1 amino acid sequence (SEQ ID Np:278). 

83. The isolated or recombinant polypeptide of claim 80, wherein said 
polypeptide comprises a sequence having at least about 98% identity to the extracellular 
domain of at least one of SEQ ID NOS:69-92, 222-252, and 286-289, said sequence 
comprising at least one of : \ 

His at position 65; Asp at position 80; Asp at position 122; Met at position 
135; Phe at position 150; Ala at positioi^j6^^heat)position 174; Asn at position 186; 
Glu at position 194; and Arg at positi^h21 9,\vhemn the amino acid position numbers 
correspond to that of the human B7-1 amino acid sec]u$nce (SEQ ID NO:278). 

84. The isolated or recombinant polypeptide of claim 83, wherein said 
polypeptide comprises a sequence having at leastlabout 98% identity to the extracellular 
domain of at least one of SEQ ID NOS:69-92, 22^-252, 286-289, said sequence 
comprising at least two of : 

His at position 65; Asp at position SO; Asp at position 122; Met at position 
135; Phe at position 150; Ala at position 164; Phe at position 174; Asn at position 186; 
Glu at position 194; and Arg at position 219, wherein the amino acid position numbers 
correspond to that of the human B7-1 amino acid sequence (SEQ ID NO:278). 



ypeptide of claim 84, wherein said 
one of SEQ ID NOS:81, 85, 86, 88, 



85. The isolated or recombinant pol 
polypeptide comprises an extracellular domain of any 
90, and 91. 
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86. The isolated or recombinant polypeptide of claim 80, which 
polypeptide comprises an extracellular domain of any one of SEQ ID NOS:69-92, 222- 
252, and 286-289. 

5 

87. The isolated or recombinant polypeptide of claim 80, which 
polypeptide comprises an amino acid sequence of any one of SEQ ID NOS:69-92, 222- 
252, and 286-289. 

10 88. The isolated or recombinant polypeptide of claim 80, wherein the 

polypeptide has a CTLA-4/CD28BP binding affinity ratio greater than the CTLA- 
4/CD28BP binding affinity ratio ot human B7-1. 

89. The isolated ir recombinant polypeptide of claim 80, wherein the 
15 polypeptide has either a same binding affinity or an enhanced binding affinity for CTLA- 
4 as compared to a binding affinity or a wild type co-stimulatory molecule for CTLA-4. 



90. The isolated or Vebombinant polypeptide of claim 80, wherein the 
polypeptide has a decreased or a lowered bmding affinity for CD28 as compared to a 

20 binding affinity of a wild type coj-stimilatory molecule for CD28. 

9 1 . The isolated or r< icombinant polypeptide of claim 80, wherein the 



polypeptide inhibits T-cell proliferation 
and T-cell activation. 



25 



or T-cell activation or both T-cell proliferation 



92. The isolated or recombinant polypeptide of claim 80, wherein the 
polypeptide inhibits T-cell proliferation.] 



93. The isolated or recombinant polypeptide of claim 80, wherein the 
30 polypeptide induces a T-cell response less than that of human B7-L 
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94. The isolated or recombinant polypeptide of claim 80, wherein the 
polypeptide modulates T-celft activation, but does not induce proliferation of purified T- 
cells activated by soluble anti^D3 mAbs. 

95. The isolated or recombinant polypeptide of claim 84, which 
polypeptide comprises an extracellular domain sequence of any one of SEQ ID NOS:69- 
92 and 222-247. 



96. The isolated or recombinant polypeptide of claim 80, which 
10 polypeptide comprises an extracellular domain sequence encoded by a coding 

polynucleotide sequence, the coding polynucleotide sequence selected from the group: 

(a) an extracellular domain coding sequence of a polynucleotide sequence 
selected from any of SEQ ID NOS:22-45 and 143-173; 

(b) a polynucleotide sequence that encodes the extracellular domain of a 
15 polypeptide selected from any of SEQ IE>NQ5^-92, 222-252, and 286-289; and 

(c) a polynucleotide sequence w-ftich hybridizes under stringent conditions 
over substantially the entire length of a polynucleotide sequence (a) or (b). 



20 
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97. An isolated or recombinant polypeptide comprising a sequence that 
differs from a primate B7-1 sequence in at least one mutation selected from: 

Ser 12 Pro; Leu 25 Met; Gly 21 Cys; Ser 29 Pro; Lys 40 Arg; His 52 Leu; 
Tyr 65 His; Glu 122 Asp; Glu 129 Lys; Thr 1315 Met; Thr 164 Ala; Ser 174 Phe; Glu 196 
Gly; Ala 199 Thr; Thr 210 Ala; Lys 219 Arg; 4r 234 Pro; Asp 241 Asn; Val 254 Ala; 
Arg 275 Lys; Arg 276 Ser; or Arg 279 Thr; thelmutation being indicated relative to 
human B7-1 with the amino acid sequence showln in SEQ ID NO: 278, 

wherein said sequence does not o ;cur in nature, and wherein said 
polypeptide has a CTLA-4/CD28BP binding affi lity ratio equal to or greater than the 
CTLA-4/CD28BP binding affinity ratio of huma \ B7-1. 
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98. The isolated or recombinant polypeptide of claim 97 wherein said 
sequence differs from saiaWimate B7-1 sequence in at least two of said mutations. 



99. The isolated or recombinant polypeptide of claim 97 wherein said 
5 primate B7-1 is human B7-1 (SEQ ID NO:278). 

100. The isolated or recombinant polypeptide of claim 99, wherein said 
sequence differs from the humari B7-1 sequence in at least two of said mutations. 
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101. An isolated or recombinant polypeptide comprising a sequence, 
said sequence having at least aboi t 75% identity to at least one of SEQ ID NOS:263-272, 
or a subsequence thereof comprising the extracellular domain, wherein said sequence is 
not a naturally-occurring sequence, and 

wherein said polypeptide has a CTLA-4/CD28BP binding affinity ratio 
equal to or greater than the CTLA-4/CD28BP binding affinity ratio of human B7-1 . 



102. An is< 
comprises a non natural ly-occilrring 




binant polypeptide, which polypeptide 
o acid sequence encoded by a nucleic acid 



comprising a polynucleotide sequence sheeted from: 

(a) a polynucleoii^eVence selected from SEQ ID NOS:22-45, 143-173, 
253-262, or a complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequence encoding a polypeptide selected from SEQ 
ID NOS:69-92, 222-247, 263-272, 286^289, or a complementary polynucleotide 
sequence thereof; \ 

(c) a polynucleotide sequence which hybridizes under highly stringent 
conditions over substantially the entire lejngth of polynucleotide sequence (a) or (b); 

(d) a polynucleotide sequence comprising all or a fragment of (a), (b), or 
(c), wherein the fragment encodes a polypeptide having a CTLA-4/CD28 binding affinity 
ratio equal to or greater than the CTLA-4AID28 binding affinity ratio of human B7-1; 

(e) a polynucleotide sequende encoding a polypeptide, the polypeptide 
comprising an amino acid sequence which is substantially identical over at least about 



305 




150 contiguous amino acid residues of any one of SEQ ID NOS:69-92, 222-247, 263- 
272, 286-289, and 

(f) a polynucleotide sequence encoding a polypeptide that has a CTLA- 
4/CD28 binding affinity ratio equal to or greater than the CTLA-4/CD28 binding affinity 
ratio of human B7-1, which polynucleotide sequence has at least about 70% identity to at 
least one polynucleotide sequence of (a), (b), (c), or (d). 



10 



103. The isolated or recombinant polypeptide of claim 102, the 
polypeptide comprising an amino acid sequence of any one of SEQ ID NOS:69-92, 222- 
247, 263-272, and 286-289. 



15 



104. The isolated or recombinant polypeptide of claim 102, wherein the 
polypeptide has a CTLA-4/CD28 binding affinity ratio equal to or greater than the 
CTLA-4/CD28 binding affinity ratio of hiiman B7-1. 

105. The isolated or recombinant polypeptide of claim 102, wherein the 
polypeptide inhibits T-cell proliferation. 



106. The isolated or recombinant polypeptide of claim 102, wherein the 
20 polypeptide induces a T-cell response less thanuhat of human B7-1. 



107. An isolated or recombinant polypeptide comprising a sequence 
according to the formula: 

MGHTRRQGTSP-X12-KCPYLKFFQLLV-X25-ACL-X29- 
25 HLCSGVIHVT-X40-EVKEVATLSCGLNVSVEELAQTRIHWQKEKKMVLTM 
MSGDMNIWPEYKNRTIIT)ITNNLSIVILALRP$DEGTYECVVLKY-X122- 
KD AFKR-X 1 29-HL AEVMLS VK AD FPTPS ITDFEIPPS NIRRIIC S -X 1 64- 
SGGFPEPHLFWLENGEELNAINTTVSQDPET-M96-LYTVSSKLDFNM 
TANHSFMCLI-X219-YGHLRVNQTFNWNTPKQEHFP-X241-NLLPSWA 



30 ITLIS ANGIF VICCLT YRF APRCRERKS NETLRF 



SVCPV (SEQ ID NO:287), or a 



subsequence thereof comprising the extracellular domain, 
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wherein position X12 is Ser or Pro; position X25 is Leu or Met; position 
X29 is Ser or Pro; position X40 is Lys or Arg; position X122 is Glu or Asp; position 
X129 is Glu or Lys; position X164 is Thr or Ala; position X196 is Glu or Gly; position 
X219 is Lys or Arg; ana position X241 is Asp or Asn. 

\ 

108. The isolated or recombinant polypeptide of claim 107, which 
polypeptide comprises thd extracellular domain of SEQ ID NO:288 or SEQ ID NO:289. 

109. The kolated or recombinant polypeptide of claim 107, comprising 
10 the sequence SEQ ID NO:2S8 or SEQ ID NO:289. 

1 10. The isolated or recombinant polypeptide of claim 107, wherein the 
polypeptide has a CTLA-4/CD28JiLnding affinity ratio equal to or greater than the 
CTLA-4/CD28 binding^affinityVatio of human B7-1. 

111. Thl isolated or^e^mribinant polypeptide of claim 107, wherein the 
polypeptide inhibits T-cell|prolif^ 

1 12. The isolated orVecombinant polypeptide of claim 107, wherein the 
20 polypeptide induces a T-cell response less than that of human B7-L 



113. An isolated or recombinant polypeptide comprising a subsequence 
of an amino acid sequence set forth in any\>f SEQ ID NOS:69-92, 222-247, 263-272, and 
286-289, wherein the subsequence is the extracellular domain of said amino acid 

25 sequence. 

1 14. The isolated or recombinant polypeptide of claim 8Q, 97, 10,1, 102 ; 
107, or 113, comprising a signal sequence. 
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115. 'Xe polypeptide of claim 1 14, wherein the signal sequence is 
selected from the signal sequence set forth in any of SEQ ID NOS:69-92, 222-247, 263- 
272, and 286-289. 



5 116. The polypeptide of claim 80, 97, 101, 102, 107, or 113, comprising 

a transmembrane domain sequence or a cytoplasmic domain sequence, selected from the 
transmembrane domain sequence or the cytoplasmic domain sequence set forth in any of 
SEQ ID NOS:69-92, 222-247,1263-272, and 286-289. 

10 117. The polypeptide of claim 80, 97, 101, 102, 107, or 113 comprising 

a soluble extracellular domain if a NCSM or a fragment or subsequence thereof. 

1 18. The polypeptide of claim 80, 97, 101, 102, 107, or 1 13, wherein 
the polypeptide comprises a fusion protein comprising at least one additional amino acid 
15 sequence. 



119. The poly 



;pt\de fitf claim 118, wherein the at least one additional 



amino acid sequence comprises m la polypeptide. 

120. The polypeptideW claim 1 19, wherein the Ig polypeptide is a 
20 human IgG polypeptide comprising an Fc hinge, a CH2 domain, and a CH3 domain. 

121. The polypeptide o^claim 80, 97, 101, 102, 107, or 113, comprising 
a polypeptide purification subsequence. 

122. The polypeptide of Alaim 121, wherein the polypeptide purification 
25 subsequence is selected from: an epitope tag, a FLAG tag, a polyhistidine sequence, and 

a GST fusion. 

123. The polypeptide of claiVn 80, 97, 101, 102, 107, or 113, comprising 
a modified amino acid. 

30 
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124. The polypeptide of claim 123, wherein the modified amino acid is 
selected from the group consisting of: a glycosylated amino acid, a PEGylated amino 
acid, a farnesylated amino acid, an acetylated amino acid, a biotinylated amino acid, an 
amino acid conjugated to a lipid moiety, and an amino acid conjugated to an organic 

5 derivatizing agent. 

125. A composition comprising at least one polypeptide of claim 124 
and a pharmaceutical ly acceptable excipient. 

10 126. A composition comprising at least one polypeptide of claim 80, 97, 

101, 102, 107, or 113, and a pharmaceutic ally acceptable excipient. 

127. A composition comprising: 

an isolated or recombinant NCSM polypeptide comprising the amino acid 
15 sequence of SEQ ID NOS:69-92, 222\247, 263-272, 286-289, or a costimulatory 

fragment thereof, wherein said costimulatory fragment has a CTLA-4/CD28 binding 
affinity ratio equal to or greater than m^€F£LA-4/CD2S binding affinity ratio of human 
B7-1, and a carrier. 

20 128. An isolated or recqmjrmant nucleic acid comprising a 

polynucleotide sequence selected Iron 

(a) a polynucleotide sequence selected from SEQ ID NOS:22-45, 143-173, 
or a complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequence encoding a polypeptide selected from SEQ 
25 ID NOS:69-92, 222-247, 286-289, or a complementary polynucleotide sequence thereof; 

(c) a polynucleotide sequence which hybridizes under highly stringent 
conditions over substantially the entire length of polynucleotide sequence (a) or (b); and 

(d) a polynucleotide sequence Comprising all or a fragment of (a), (b), or 

(c); 

30 wherein (c) or (d) encodes a polypeptide having a non naturally-occurring 

sequence comprising at least one of: 
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Gly at position 2; Thr at position 4; Arg at position 5; Gly at position 8; 
Pro at position 12; Met at bosition 25; Cys at position 27; Pro at position 29; Leu at 
position 31; Arg at position 40; Leu at position 52; His at position 65; Ser at position 78; 
Asp at position 80; Tyr at position 87; Lys at position 120; Asp at position 122; Lys at 
5 position 129; Met at position 135; Phe at position 150; He at position 160; Ala at position 
164; His at position 172; Phelat position 174; Leu at position 176; Asn at position 178; 
Asn at position 186; Glu at position 194; Gly at position 196; Thr at position 199; Ala at 
position 210; His at position 212; Arg at position 219; Pro at position 234; Asn at 
position 241; Leu at position 244; Thr at position 250; Ala at position 254; Tyr at position 
10 265; Arg at position 266; Glu \t position 273; Lys at position 275; Ser at position 276; an 
amino acid deletion at position u76; and Thr at position 279, wherein the position 
number corresponds to that of trie human B7-1 amino acid sequence (SEQ ED NO:278), 
and wherein said polypeptide has\a CTLA-4/CD28BP binding affinity ratio equal to or 
greater than the CTLA-4/CD28Bf\ binding affinity ratio of human B7-1. 

15 

129. An isolated^fe^ombjliant nucleic acid comprising a 

polynucleotide sequence selecj 

(a) a polynucleotide se^uenpe^elected from SEQ ID NOS:253-262, or a 

complementary polynucleotide sequenie thereof; 

V. \ 

20 (b) a polynucleotide sequence encoding a polypeptide selected from SEQ 

ID NOS: 263-272, or a complementary polynucleotide sequence thereof; 

(c) a polynucleotide sequence which hybridizes under highly stringent 
conditions over substantially the entire length of polynucleotide sequence (a) or (b) and 
encodes a polypeptide having a non naturally-occurring sequence; and 

25 (d) a polynucleotide sequence comprising all or a fragment of (a), (b), or 

(c), wherein the fragment encodes a polypeplide having (i) a non naturally-occurring 
sequence and (ii) a CTLA-4/CD28 binding affinity ratio equal to or greater than the 
CTLA-4/CD28 binding affinity ratio of humaVi B7-1. 

30 130. An isolated or recombinant nucleic acid comprising a 

polynucleotide sequence encoding a polypeptide, the encoded polypeptide comprising an 
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amino acid sequence which is substantially identical over at least about 150 contiguous 
amino acid residues of \ny one of SEQ ID NOS:69-92, 222-247, 263-272, and 286-289. 

131. The\nucleic acid of claim 44, wherein the encoded polypeptide is 
substantially identical overW least about 200 contiguous amino acid residues of any one 
of SEQ ID NOS:69-92, 222^47, 263-272, and 286-289. 

132. An isolated or recombinant nucleic acid comprising a nucleotide 
sequence coding for a polypeptide comprising the amino acid sequence set forth in any of 
SEQ ID NOS:69-92, 222-247, 26^-272, and 286-289, or a subsequence thereof, wherein 
the subsequence comprises at leasnone of: the signal sequence of said polypeptide, the 
extracellular domain of said polypeptide, the transmembrane domain of said polypeptide, 
and the cytoplasmic domain of said polypeptide, and wherein the amino acid sequence or 
subsequence is a non naturally-occurrirW secmence. 

133. The nucleic4fcid oftd^m 128, 129, 130, or 132, wherein the 
polypeptide has a CTLA-4/CD28 binding WmTty^atio equal to or greater than the 
CTLA-4/CD28 binding affinity ratio^of hunY^B7-l. 



20 134. The nucleic acid of cla?m 128, 129, 130, or 132, wherein the 

polypeptide has either a same binding affinity for an enhanced binding affinity for CD28 
as compared to a binding affinity of a wild type\co-stimulatory molecule for CD28. 

135. The nucleic acid of claim 1\28, 129, 130, or 132, wherein the 
25 encoded polypeptide has a decreased or a loweredfcinding affinity for CTLA-4 as 
compared to a binding affinity of a wild type co-stimulatory molecule for CTLA-4. 



30 



136. The nucleic acid of claim 128,\ 129, 130, or 132, wherein the 
encoded polypeptide inhibits T-cell proliferation or T-cell activation or both T-cell 
proliferation and T-cell activation. 
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13 A The nucleic acid of claim 128, 129, 130, or 132, wherein the 
encoded polypepti demodulates T-cell activation, but does not induce proliferation of 
purified T-cells activated by soluble anti-CD3 mAbs. 

5 138. The nucleic acid of claim 128, 129, 130, or 132, wherein the 

nucleic acid encodes a fusion protein comprising at least one additional amino acid 
sequence. 

139. The nucleic acid of claim 138, wherein the at least one additional 
10 amino acid sequence comprises an Ig polypeptide. 

140. The nucleic acid of claim 139, wherein the Ig polypeptide is a 
human IgG polypeptide comprising an Fc hinge, a CH2 domain, and a CH3 domain. 

15 141. The nucleidacid of claim 128, 129, 130, or 132, wherein the 

encoded polypeptide comprises asigjTaTs&quence. 

/ 



142. The nuclei 
encoded polypeptide comprises t 

20 



; acidWcTaini 128, 129, 130, or 132, wherein the 
precursgrxfjeptide. 



143. The nucleic acid of ilaim 128, 129, 130, or 132, wherein the 
encoded polypeptide comprises an epitope lag sequence. 

144. A cell comprising the tjucleic acid of claim 128, 129, 130, or 132. 

25 

145. The cell of claim 144, wherein the cell expresses a polypeptide 
encoded by the nucleic acid. 

146. A vector comprising the nucleic acid of claim 128, 129, 130, or 

30 132. 
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147. The vector of claim 146, wherein the vector comprises a plasmid, a 
cosmid, a phage, a virus, or a fragment of a virus. 



148. The vector of claim 146, wherein the vector is an expression 



5 vector. 



149. The expression vector of claim 148, wherein the nucleic acid is 
operably linked to a promoter. \ 

10 150. The expression vector of claim 149, further comprising a 

polynucleotide sequence encoding an Ig polypeptide or fragment thereof. 



151. The expression vector of claim 150, wherein the Ig polypeptide is a 
human IgG polypeptide comprising fen Fc hinge, a CH2 domain, and a CH3 domain. 

152. The expression vector of claim 150, wherein the promoter is a 



15 



CMV promoter. 

153. The expre*s 
20 polyA sequence. 



veotoi(of claim 150, further comprising a BGH 



154. A host cell comgrisifii the vector of claim 146. 

155. A composition comprising the nucleic acid of claim 128, 129, 130, 
25 or 132, and an excipient. 

156. The composition of clairA 155, wherein the excipient is a 
pharmaceutically acceptable excipient. 

30 157. A composition of matter cc^mprising at least one nucleic acid of 

claim 128, 129, 130, or 132. 
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158. The composition of claim 157, wherein the composition comprises 
a library comprising at least about 2, 5, 10, 50 or more nucleic acids. 

5 159. A composition produced by cleaving at least one nucleic acid of 

claim 128, 129, 130, or 1321 

160. The composition of claim 159, wherein the cleaving comprises 
mechanical, chemical, or enzymatic cleavage. 

10 

161. The composition of claim 160, wherein the enzymatic cleavage 
comprises cleavage with a restriction endonuclease, an RNAse, or a DNAse. 

162. A composition produced by a process comprising incubating at 
15 least one nucleic acid of claim u28, 129, 130, or 132 in the presence of 

deoxyribonucleotide triphosphates and a nucleic acid polymerase. 

163. The c^mpositiorfof claim 162, wherein the nucleic acid 
polymerase is a thermostable polymerase) 

20 

164. An is&rated or recombinant nucleic acid encoding a 
polypeptide that has a CTLA-4/CD28 binding affinity ratio equal to or greater than the 
CTLA-4/CD28 binding affinity ratio of human B7-1, produced by mutating or 
recombining at least one nucleic acid of claim 128, 129, 130, or 132. 

I 

165. An isolated or recombinant polypeptide comprising a sequence 
according to the formula: \ 

MGHTMKWGSLPPKRRCLWLSQLLVLTGLFYFCSGITPK 
SVTKRVKETVM-X50-SCDY-X55-X56-STEELTSLRIYWQKDSKMVL 
30 AELPGKVQVWPEYKNRTITD MND^RIVILALRLSD-X1 13-GTYTCV-X120-QK- 
X123-X124-X125-X126-G-X128-X129-X130-X131-EHL-X135-SV-X138-L-X140- 
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IRADFPVPSITDIGHRAPNVK RIRCSASG-X170-FPEPRLAWMEDGEEL 
NAVNTTV-X193-X19Xxi95-LDTELYSVSSELD-X209-N-X211- 
TNNHSIVCLIKYGELSvSQIFPWSKPK QEPPIDQLPFWVI-X252-X253- 
VSGALVLTAVVLYCLACRHVAR (SEQ ID NO:290), or a subsequence thereof 
5 comprising the extracellular domain, 

wherein position X50 is Leu or Pro; position X55 is Asn or Ser; 
position X56 is Ala or Thrc position XI 13 is Ser or Lys; position X120 is lie or Val; 
position X123 is Pro or deleted; position XI 24 is Val, Asn, or Asp; position XI 25 is 
Leu or Glu; position X126 is Lys or Asn; position X128 is Ala or Ser; position X129 is 
10 Tyr or Phe; position XI 30 islLys or Arg; position XI 31 is Leu or Arg; position XI 35 is 
Ala or Thr; position XI 38 is Arg or Thr; position XI 40 is Met or Ser; position XI 70 is 
Asp or Gly; position X193 is Asp or is deleted; position X194 is Gin or is deleted; 
position X195 is Asp or is deleted; position X2 11 is Val or Ala; position X252 is He or 
Val; and position X253 is Leu oryPro. 

15 

166. The isolatetfS* recombinant polypeptide of claim 165, which 
polypeptide comprises a seoiiehce ofWv one of SEQ ID NOS:59, 62, 180, 184, 188, 195, 
196, 200, 201, 204, 211, 213, 219, ano\29] 

20 167. An isolatferJor recombinant polypeptide comprising a sequence 

according to the formula: 

MGHTMKWG-X9-LPPKft PCLWLS QLL VLTGLF YFC S G-X3 5 - 
TPKSVTKRVKETVMLSCDY-X55-TSTCELTSLRIYWQKDSKMVLAILPGKVQVW 
PE YK^JRTITDMNDNPRI VILALR-X 1 1 0-BDS GT YTC VIQKP-X 1 24-LKG A YKLEHL- 

25 X135-SVRLMIRADFPVPTINDLGNPSPNIRRLICSTSGGFPRPHLYWLENG-X183- 
ELN ATNTT-X 1 92-SQDPETKLYMIS SElAfN-X2 1 1 -TSN-X2 1 5-X2 1 6-X2 17- 
LCLVKYGDLTVSQ-X23 1 -FYWQESKPTPS ANQHLTWTIIIPVS AFGIS VIIA VI 
LTCLTCRNAAIRRQRRENEV-X288-M-X290-SCSQSP (SEQ ID NO:292), or a 
subsequence thereof comprising the extracellular domain, 

30 wherein position X9 is Thr or Ser; position X35 is He or Thr; position X55 

is Asn or Ser; position XI 10 is Leu or Pro; position X124 is Asp or Val; position X135 is 
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Thr or Ala; position X^83 is Lys or Glu; position X192 is Leu or Val; position X211 is 
Met or Thr; position X2\l5 is His or is deleted; position X216 is Ser or is deleted; position 
X217 is Phe or is deleted\ position X231 is Thr or Ser; position X288 is Lys or Glu; 
position X290 is Glu or Gun, and wherein said sequence is a non naturally-occurring 
sequence. 

168. The isolated or recombinant polypeptide of claim 167, which 
polypeptide comprises a sequence of any one of SEQ ID NOS:48, 182, 183, 212, 214, 
216,218, 221, and 293. 



169. An isolatqd or recombinant polypeptide comprising the sequence 
SEQ ID NO: 93, SEQ ID NO: 94, or a subsequence thereof, wherein the subsequence 
comprises at least one of: the signal sequence of said polypeptide, the extracellular 
domain of said polypeptide, the transmembrane domain of said polypeptide, and the 

15 cytoplasmic domain of said polypeptide. 

170. An isolatedlSr recombinant nucleic acid comprising a 



polynucleotide sequence selec :ed 1 

(a) a polynucleotide sequence selected from SEQ ID NO:46, SEQ ID 
20 NO:47, or a complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequence encoding a polypeptide selected from SEQ 
ID NO:93, SEQ ID NO:94, or axdrr^leiientary polynucleotide sequence thereof; 

(c) a polynucleotide sequence encoding a subsequence of a polypeptide 
selected from SEQ ID NO:93, SEQ ID NO:94, or a complementary polynucleotide 

25 sequence thereof, wherein the subsequence\comprises at least one of: the signal sequence 
of said polypeptide, the extracellular domain of said polypeptide, the transmembrane 
domain of said polypeptide, and the cytoplasmic domain of said polypeptide. 

171. A polypeptide which is specifically bound by a polyclonal antisera 
30 raised against one or more antigen, the antigen comprising the sequence SEQ ID 

NOS:48-94, 174-252, 263-272, 283-293, or a fragment thereof, wherein the antisera is 
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subtracted with a polypeptide encoded by one or more of GenBank Nucleotide Accession 
Nos: A92749, A9275o\aA983817, AB026121, AB030650, AB030651, AB038153, 
AF010465, AF065893,Vf065894, AF065895, AF065896, AF079519, AF106824, 
AF106825, AF106828, AF106829, AF106830, AF106831, AF106832, AF106833, 
AF106834, AF203442, AF203443, AF2 16747, AF257653, AH004645, AH008762, 
AX000904, AX000905, D49843, L12586, L12587, M27533, M83073, M83074, 
M83075, M83077, NM005191, S74541, S74540, S74695, S74696, U05593, U10925, 
U19833, U19840, U26832, u\3063, U33208, U57755, U88622, X60958, Y08823, and 
Y09950. 

172. An antibodW or antisera produced by administering the polypeptide 
of claim 1, 80, 101, or 169 to a mammal, which antibody specifically binds one or more 
antigen, the antigen comprising a polypeptide comprising one or more of the amino acid 
sequences SEQ ID NOS:48-94, 174-252, 263-272, and 283-293, which antibody does not 
specifically bind to a polypeptide encoded by one or more of GenBank Nucleotide 
Accession Nos: A92749, A92750, AA9$3817T^B026121, AB030650, AB030651, 
AB038153, AF010465, AF0658^3, AFO65&04, AF065895, AF065896, AF079519, 
AF106824, AF106825, AF106828, AF106829>lF1 06830, AF106831, AF106832, 
AF106833, AF106834, AF203442, AF2034^3, AJ216747, AF257653, AH004645, 
20 AH008762, AX000904, AX000905, D4984^Cl2586, L12587, M27533, M83073, 
M83074, M83075, M83077, NM00519tfS74641, S74540, S74695, S74696, U05593, 
U10925, U19833, U19840, U26832, U33063, U33208, U57755, U88622, X60958, 
Y08823, and Y09950. 



15 



25 173. An antibody or antisera which specifically binds a polypeptide, the 

polypeptide comprising a sequence selected from: tSEQ ID NOS:48-94, 174-252, 263- 
272, and 283-293, wherein the antibody does not specifically bind to a polypeptide 
encoded by one or more of GenBank Nucleotide Accession Nos: A92749, A92750, 
AA983817, AB026121, AB030650, AB030651, ABQ38153, AF010465, AF065893, 

30 AF065894, AF065895, AF065896, AF0795 19, AF106824, AF106825, AF106828, 
AF106829, AF106830, AF106831, AF106832, AF106833, AF106834, AF203442, 
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AF203443, AF216747, AF257653, AH004645, AH008762, AX000904, AX000905, 
D49843, L12586, LllSSl, M27533, M83073, M83074, M83075, M83077, NM005191, 
S74541, S74540, S746^5, S74696, U05593, U10925, U19833, U19840, U26832, 
U33063, U33208, U57755, U88622, X60958, Y08823, and Y09950. 
5 \ 

174. A method of producing a polypeptide, the method comprising: 
(a) introducing into a population of cells a nucleic acid of claim 43, 46, 

128, 129, 132, or 170, the nucleic acid operatively linked to a regulatory sequence 
effective to produce the encoued polypeptide; 
10 (b) culturing the cells in a culture medium to produce the polypeptide; and 

(c) isolating theVpolypeptide from the cells or from the culture medium. 

175. A method W producing a polypeptide, the method comprising 

(a) introducing into^rjpnlation of cells a recombinant expression vector 
15 comprising the nucleic acid^ffclaim 43, 40, 128, 129, 132, or 170; 

(b) cultuimg the cells if^aculture medium to produce the polypeptide 
encoded by the expression vector; and 

(c) isolating the polypeptide from the cells or from the culture medium. 

i V 

20 176. A method of promicing a polypeptide, the method comprising: 

(a) introducing intoa population of cells a recombinant expression vector 
comprising the nucleic acid of claim 43, 46, 128, 129, 132, or 170; 

(b) administering the expression vector into a mammal; and 

(c) isolating the polypeptide rrom the mammal or from a byproduct of the 

25 mammal. 

177. A method of inducing T-cell proliferation, the method comprising: 
contacting the T-cell population with a polypeptide of claim 1, 80, 101, or 169, thereby 
inducing proliferation of the T-cells. 

30 
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178. A method of inhibiting T-cell proliferation, the method 
comprising: contacting the T-cell population with a polypeptide of claim 1, 80, 101, or 
169, thereby inhibiting proliferation of the T-cells. 



5 179. Amei 

comprising: contacting the T 
169, thereby modifying proli 



od of modifying T-cell proliferation, the method 

cell population with a polypeptide of claim 1, 80, 101, or 

'eration of the T-cells. 



180. A metnod of modifying T-cell activation, the method comprising: 
10 contacting the T-cell population with a polypeptide of claim 1, 80, 101, or 169, thereby 
modifying activation of the T-cells. 
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181. The methbd of claim 177, 178, 179, or 180 wherein the T-cells are 



in culture. 



182. A method oft treating an autoimmune disorder or medical condition 
in a patient, the method comprising:\admrnistering to the patient an effective amount of 
the polypeptide of claim 1, 80, 101<6t 169. 

183. A method of treating an autoimmune disorder or medical condition 
in a patient, the method comprising: administering to the patient an appropriate amount of 
an expression vector comprising the nucleic acid of claim 1, 80, 101, or 169. 



184. The method of claim\182, wherein the autoimmune disorder is 
25 selected from the group comprising: multiple sclerosis, rheumatoid arthritis, lupus 
erythematosus, psoriasis, and type I diabetes. 



30 



185. The method of claim 182, wherein the medical condition 
comprises allogeneic or xenogeneic grafts or transplants. 
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186. \A method of treating a medical disorder in a patient, the method 
comprising: administering to the patient an effective amount of the polypeptide of claim 
1,80, 101, or 169. 

5 187, The rijethod of claim 186, wherein the medical condition 

comprises: cancer, viral infedtion (e.g. HIV), or bacterial infection. 

188. In a metihod of treating a disorder treatable by administration of a 
co-stimulatory molecule to a subject, an improved method comprising: administering to 

10 the subject an effective amount of the polypeptide of claim 1, 80, 101, or 169. 

189. The methoa of claim 188, wherein the disorder treatable by 
^ administration of a co-stimulatory\molecule is selected from the group comprising: 

%D sclerosis, rheumatoid arthritis, lupik erythematosus, psoriasis, type I diabetes, allogeneic 

}Sj 15 grafts, xenogeneic grafts, cancej^Vrfal infection, and bacterial infection. 

I h 1/ 

fy 190. A method of recombination, the method comprising recursively 

^ recombining one or more nuclqic acid ^f clainv 43, 46, 128, 129, 132, or 170, with one or 



more additional nucleic acid. 



SS 20 



191. The method of clairh 190, wherein the additional nucleic acid 
encodes a co-stimulatory homologue or subsequence thereof. 

192. The method of claim Y&0, wherein the recursive recombination 
25 produces at least one library of recombinant co-stimulatory homologue nucleic acids. 

193. A nucleic acid library produced by the method of claim 192. 



194. A population of cells comprising the library of claim 193. 
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195. A recombinant co-stimulatory homologue nucleic acid produced 
by the method of claim 19l\ 

196. A cell comprising the nucleic acid of claim 195. 
5 \ 

197. The method of claim 190, wherein the recursive recombination is 
performed in vitro. 

198. The method\of claim 190, wherein the recursive recombination is 
10 performed in vivo. 

199. A method of producing a modified co-stimulatory nucleic acid 
homologue comprising mutating a nufcleic acid of claim 43, 46, 128, 129, 132, or 170. 



15 200. The modified co\-stimulatory homologue nucleic acid homologue 

produced by the method of claim 199^ 

201. A computer oi computer readable medium comprising a database 
comprising a sequence record compiisingVne oprfiore character string corresponding to a 
20 nucleic acid or protein sequence selebted-ft&m SEQ ID NOS: 1-272 and 283-293. 



202. An integrated system comprising a computer or computer readable 
medium comprising a database comprising one\or more sequence records, each 
comprising one or more character strings corresponding to a nucleic acid or protein 
25 sequence selected from SEQ ID NOS: 1-272 and 283-293, the integrated system further 
comprising a user input interface allowing a user t© selectively view one or more 
sequence record. 



203. The integrated system of clairt 202, the computer or computer 
30 readable medium comprising an alignment instruction set which aligns the character 
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strings with one or moresadditional character string corresponding to a nucleic acid or 
protein sequence. \ 



204. The integrated system of claim 203, wherein the instruction set 
5 comprises one or more of: a loVal homology comparison determination, a homology 

alignment determination, a search for similarity determination, and a BLAST 
determination. 

205. The integrated system of claim 203, further comprising a user 
10 readable output element which displays an alignment produced by the alignment 

instruction set. 
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206. The integrated system of claim 202, the computer or computer 
readable medium further comprising an instruction set which translates one or more 
nucleic acid sequence comprising a sequence selected from SEQ ID NOS:l-47, 95-173, 
and 253-262 into an amino acid sequence. 



207. The integrated s^stei 
readable medium further comprising 
amino acid sequence comprising a 
263-272, and 283-293, into a nucleic 



of claim 202, the computer or computer 

b;tion set for reverse-translating one or more 
elected from SEQ ID NOS:48-94, 174-252, 
LCia sequence. 



208. The integrated system of claim 207, wherein the instruction set 
selects the nucleic acid sequence by applying a codon usage instruction set or an 
instruction set which determines sequence identity to a test nucleic acid sequence. 
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209. A method of using a computer system to present information 
pertaining to at least one of a plurality of sequence records stored in a database, said 
sequence records each comprising one or mord character string corresponding to SEQ ID 
NOS: 1-272 and 283-293, the method comprising: 
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(a) determining a list of one or more character strings corresponding to 
one or more of SEQ ID NOSU-272 and 283-293, or a subsequence thereof; 

(b) determining which character strings of said list are selected by a user; 
and \ 

(c) displaying the\ selected character strings, or aligning the selected 
character strings with an additional character string. 

210. The method! of claim 209, further comprising displaying an 
alignment of the selected character! string with the additional character string. 

211. The method of claim 209, further comprising displaying the list. 
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212. A nucleic acidjwhich comprises a unique subsequence in a nucleic 
acid selected from SEQ ID NOS:l-4i 95-173, and 253-262, wherein the unique 
subsequence is unique as compared tola nucleic acid corresponding to any of GenBank 
Nucleotide Accession No.: A92749, A92750, AA983817, AB026121, AB030650, 



AB030651, AB038153, AF01046> 
AF079519, AF106824, AFlOi 
AF106832, AF106833, AF10683 
AH004645, AH008762, AXOOO904 
M83073, M8307.4, M83075, M83 



£93, AF065894, AF065895, AF065896, 
5828, AF106829, AF106830, AF106831, 
Q|344£, AF203443, AF216747, AF257653, 
0^905, D49843, L12586, L12587, M27533, 
1005191, S74541, S74540, S74695, S74696, 
U05593, U10925, U19833, U19840, U268$2, U33063, U33208, U57755, U88622, 
X60958, Y08823, and Y09950. 



AFlt 
AF2q 
4, A^d 
J77^N1\ 
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213. A polypeptide which comprises a unique subsequence in a 
polypeptide selected from: SEQ ID NOS:48-9k 174-252, 263-272, and 283-293, wherein 
the unique subsequence is unique as compared to a polypeptide encoded by any of 



GenBank Nucleotide Accession Nos: A92749, 
AB030650, AB030651, AB038153, AF01046| 
AF065896, AF079519, AF106824, AF106825 
AF106831, AF106832, AF106833, AF106834 

32\ 



A92750, AA983817, AB026121, 
, AF065893, AF065894, AF065895, 
AF106828, AF106829, AF106830, 
AF203442, AF203443, AF216747, 




AF257653, AH004645, AH008762, AX000904, AX000905, D49843, L12586, L12587, 
M27533, M83073, M83074, M83075, M83077, NM005191, S74541, S74540, S74695, 
S74696, U05593, U10925, U19833, U19840, U26832, U33063, U33208, U57755, 
U88622, X60958, Y08823, Lnd Y09950. 

1 

214. A target nucleic acid which hybridizes under stringent conditions 
to a unique coding oligonucleotide which encodes a unique subsequence in a polypeptide 
selected from: SEQ ID NOS:Js-94, 174-252, 263-272, and 283-293, wherein the unique 
subsequence is unique as compared to a polypeptide encoded by any of GenBank 
10 Nucleotide Accession No.: A92749, A92750, AA983817, AB026121, AB030650, 
AB030651, AB038153, AF010465, AF065893, AF065894, AF065895, AF065896, 
AF079519, AF106824, AF106825, AF106828, AF106829, AF106830, AF106831, 
AF106832, AF106833, AF106834, AF203442, AF203443, AF216747, AF257653, 
AH004645, AH008762, AX0009D4, AX000905, D49843, L12586, L12587, M27533, 
15 M83073, M83074, M83075, M83W NM005191, S74541, S74540, S74695, S74696, 
U05593, U10925, U19833, \J\9&&\$Z32, U33063, U33208, U57755, U88622, 
X60958, Y08823, and Y09950/ 




215. The nudleic acid or claim 214, wherein the stringent conditions are 
20 selected such that a perfectly JorrrpIe\rientary oligonucleotide to the coding 

oligonucleotide hybridizes to the coding oligonucleotide with at least about a 5x higher 
signal to noise ratio than for hybridization of the perfectly complementary 
oligonucleotide to a control nucleic acia corresponding to any of GenBank Nucleotide 
Accession No.: A92749, A92750, AA9&3817, AB026121, AB030650, AB030651, 
25 AB038153, AF010465, AF065893, AF665894, AF065895, AF065896, AF079519, 
AF106824, AF106825, AF106828, AF106829, AF106830, AF106831, AF106832, 
AF106833, AF106834, AF203442, AF20M43, AF216747, AF257653, AH004645, 
AH008762, AX000904, AX000905, D49m3, L12586, L12587, M27533, M83073, 
M83074, M83075, M83077, NM005191, ST74541, S74540, S74695, S74696, U05593, 
30 U10925, U19833, U19840, U26832, U330O3, U33208, U57755, U88622, X60958, 
Y08823, and Y09950, wherein the target nucleic acid hybridizes to the unique coding 
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oligonucleotide with at least about a 2x higher signal to noise ratio as compared to 
hybridization of the control nucleic acid to the coding oligonucleotide. 



216. A method of therapeutic or prophylactic treatment of a disease or 
5 disorder in a subject in need 01 such treatment, comprising: administering to the subject a 
polypeptide of claim 1, 80, 101, or 169 and an immunogen specific for said disease or 
disorder, wherein the combineq amount of polypeptide and immunogen is effective to 
prophylactically or therapeutically treat said disease or disorder. 

10 217. The methcJd of claim 216, wherein the polypeptide is present in an 

amount sufficient to enhance, diminish or modify an immune response induced by the 
immunogen. 



218. The method of claim 216, wherein a composition comprising the 
15 polypeptide, the immunogen, and a pharmaceutical ly acceptable excipient is administered 

to the subject in an amount effective to treaLsaid disease or disorder. 

219. The method of ckinf\>16, wherein the subject is a mammal. 



220. The method bf cL 




wherein the mammal is a human. 



20 



221 . The method of claiip 216, wherein the polypeptide is administered 
in Vivo to the subject. 

25 222. The method of claiml216, wherein the polypeptide is administered 

in vitro or ex vivo to one or more cells of the subject. 



223. A method of enhancing, diminishing, modifying, or potentiating an 
immune response in a subject, comprising: directly administering to the subject a 
30 polynucleotide comprising a nucleic acid sequence of claim 43, 46, 128, 129, 132, or 170, 
operably linked to a promoter sequence that controls the expression of said nucleic acid 



\ 
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sequence, said polynucleotide being present in an amount sufficient that uptake of said 
polynucleotide into one or more cells of the subject occurs and sufficient expression of 
said nucleic acid sequence results to produce an amount of a polypeptide effective to 
enhance, diminish, or modify an immune response. 

224. The method of claim 223, further comprising administering to the 
subject an antigen specifictfor the disease or disorder, wherein the polynucleotide is 
administered to the subject In an amount sufficient to enhance, diminish, or modify the 
immune response induced in the subject by the antigen. 

225. The method of claim 223, wherein the polynucleotide further 
comprises a nucleotide sequence encoding for an antigen. 



226. The method of claim 223, wherein the polynucleotide further 
15 comprises at least one additional nucleotide sequence encoding a cytokine, adjuvant, co- 
stimulatory molecule, or at least o\ie-at!o r itlori)al nucleotide sequence comprising a 
promoter. 



20 
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vector. 



227. The metnod olf claim 223, wherein the subject is a mammal. 



228. The method of claim 227, wherein the mammal is a human. 



229. The method of claim 223, wherein said polynucleotide comprises a 



230. A method of treating a disease or disorder in a subject in need of 
such treatment, comprising: administeringtto the subject a polypeptide of claim 1, 80, 
101, or 169 in an amount effective to treat said disease or disorder. 



30 23 1 . A method of therapeutic or prophylactic treatment of a disease or 

disorder in a subject in need of such treatment, comprising: administering to the subject a 
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polypeptide of claim\32 or 1 17 and an immunogen specific for said disease or disorder, 
wherein the combinedWnount of polypeptide and immunogen is effective to 
prophylactically or therapeutically treat said disease or disorder. 

5 232. Thfe method of claim 23 1 , wherein the polypeptide is present in an 

amount sufficient to enhance, diminish or modify an immune response induced by the 
immunogen. 

233. The method of claim 231, wherein a composition comprising the 
10 polypeptide, the immunogen A and a pharmaceutically acceptable excipient is administered 

to the subject in an amount effective to treat the disease or disorder. 

234. The method of claim 231, wherein the subject is a mammal. 



15 



235. The method of claim 234, wherein the mammal is a human. 



236. The methoa ^>f claini 231, wherein the polypeptide is administered 
in vivo to the subject. 

20 237. The method of\claim 22fl, wherein the polypeptide is administered 

in vitro or ex vivo to one or more cell^pHne subject. 

238. A method of treating a disease or disorder in a subject in need of 
such treatment, comprising: administering to the subject a polypeptide of claim 58 in an 

25 amount effective to treat the disease or disorder. 

239. The isolated or recombinant polypeptide of claim 165, comprising 
three or more of: 

Leu at position X50; Asn at pbsition X55; Ala at position X56; Ser at 
30 position XI 13; He at position X120; Pro at position X123; Val at position X124; Leu at 
position X125; Lys at position X126; Ala at pdsition X128; Tyr at position X129; Lys at 
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position X130; Leu at\position X131; Ala at position X135; Arg at position X138; Met at 
position X140; Asp at position X170; Asp at position X193; Asp at position X194; Asp at 
position X195; Val at position X21 1; He at position X252; and Leu at position X253. 

5 240. The isolated or recombinant polypeptide of claim 167, comprising 

three or more of: 

Thr at position X9; He at position X35; Asn at position X55; Leu at 
position XI 10; Asp at position X124; Thr at position X135; Lys at position XI 83; Leu 
at position XI 92; Met at position X211; His at position X2 15; Ser at position X2 16; 
10 Phe at position X217; Thr alf position X231; Lys at position X288; and Glu at position 
X290. 

241. A metrJpd of modulating or altering a T-cell response specific to an 
antigen in a subject, the methou comprising administering to the subject at least one 
polynucleotide sequence encoding a polypeptide comprising any of SEQ ED NOS:48-94, 

15 174-252, 263-272 and 283-293 br fragment thereof, and a polynucleotide sequence 
encoding the antigen or antigerrfcfragment thereof, wherein each of the at least one 
polynucleotide sequences/ip expressed in the subject in an amount effective to modulate 
or alter a T cell response^. | 

242. The vector onclaina 241, wherein the at least one polynucleotide 
20 sequence encoding a polypeptide corWrises a polynucleotide sequence selected from any 

of SEQ ID NOS:l-47, 95-1^3, and 25B-262. 

243. The method of claim 241, wherein the polypeptide or fragment 
thereof interacts with or binds a T cell surface receptor. 

244. The method of claim 241, wherein the T-cell response is enhanced. 
25 245. The method of claim 244, wherein the enhanced T cell response is 

sufficient to eliminate cells bearing the antiWn or antigenic fragment thereof. 

246. The method of claim ^41, wherein the T-cell response is 
suppressed or inhibited. 

247. The method of claim 2k 1, wherein the antigen or antigenic 
30 fragment thereof is an antigen or antigenic fragment thereof of an infectious agent or a 

cancer. 
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I. \The 



248. YThe method of claim 244, wherein the polypeptide comprises SEQ 
ID NO:66 or the extracellular domain amino acid sequence thereof. 

249. The method of claim 245, wherein the polypeptide comprises SEQ 
ID NO: 86 or the extracellular domain amino acid sequence thereof. 

5 250. The method of claim 244, wherein the at least one polynucleotide 

sequence encoding a NCSM polypeptide or fragment thereof is operably linked to a 
promoter in a first vector. I 

251. The method of claim 250, wherein the at least one polynucleotide 
sequence encoding the antigen or antigenic fragment thereof is operably linked to a 

10 promoter in the first vector. 

252. The mfethod of claim 250, wherein the at least one polynucleotide 
sequence encoding the antigen or antigenic fragment thereof is operably linked to a 
promoter in the a second vecto 

253. A vectortomprising at least one polynucleotide sequence encoding 
15 a polypeptide comprising any oASEQ ID NOS:48-94, 174-252, 263-272 and 283-293 or 

fragment thereof, and a polynucleotide sequence encoding the antigen or antigenic 
fragment thereof, wherein the NJ2SMt>olypeptide or fragment thereof interacts with or 
binds to a T cell receptor wWen expressed in a subject, and wherein each of the at least 
one polynucleotide sequences is operably linked to a promoter for expression in the 
20 subject and is present in an amount sufficient that when expressed is effective to 
modulate or alter a T cell resp 

254. The vecjtor of cl&m 253, wherein the at least one polynucleotide 
sequence encoding a polypeptide comprises a polynucleotide sequence of any of SEQ ID 
NOS:l-47, 95-173, and 253-262. 

25 255. The vector of clainvy>53, wherein each of the at least one 

polynucleotide sequences is expressed in the subject in an amount effective to enhance a 
T cell response such that cells expressing the\ antigen or antigenic fragment thereof are 
eliminated. \ 

256. The vector of claim 253\ wherein each of the at least one 

30 polynucleotide sequences is expressed in the subject in an amount effective to inhibit a T 
cell response. 
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257. Avector comprising at least one polynucleotide sequence encoding 
a polypeptide comprisingViy of SEQ ID NOS:48-94, 174-252, 263-272 and 283-293 or 
fragment thereof, wherein the polypeptide or fragment thereof interacts with or binds to a 
T cell receptor when expressed in a subject, wherein the at least one polynucleotide 

5 sequence is operably linked to a promoter for expression in the subject and is present in 
an amount sufficient that when\expressed is effective to modulate or alter a T cell 
response. \ 

258. A method of modulating or altering an immune response in a 
subject, the method comprising introducing into cells of a tumor of the subject at least 

10 one polynucleotide sequence encodme a polypeptide comprising any of SEQ ID NOS:48- 
94, 174-252, 263-272 and 283-293 or fragment thereof, wherein the polypeptide or 
fragment thereof interacts WJth or rW/to a T cell receptor when expressed in a subject, 
and wherein the at least one polynucCotide sequence is operably linked to a promoter for 
expression in the subject and is present in an amount sufficient that when expressed is 

15 effective to modulate or alter a T cell response. 
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